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PP-001 Survey of antibiotic-resistance in Iranian clinical
isolates of Escherichia coli
J. Ayatollahi1 *. 1Infectious and Tropical Diseases Research
Center, Shahid Sadoughi University of Medical Sciences,
Yazd, Iran
Background: Escherichia coli (E. coli) is one of the most
commonly isolated microorganisms in clinical specimens,
which cause many illness in human, the most important
of which is urinary tract infection. It can also produce
bacteremia, gallbladder and biliary tract, gastrointestinal
and wound infection. Although E. coli is known as an
antibiotic-sensitive bacterium, its resistance has been
increased during past decade.
The aim of this study is to determine the antibiotic
resistance pattern of E. coli, according to kind of antibiotic,
kind of the specimen, and the hospital where the test has
been done.
Methods: This study performed on 300 cultured specimens,
whit positive result from the viewpoint of E. coli on
the labs of pastor hospitals and central laboratory in
Bam city during the 2007 2008. The information was
ﬁrst collected by referring to the mentioned labs, and
completing questionnaire, then the data was analyzed with
the software Spss, using chi-square test and extended ﬁshers
exact test.
Results: In this study, sensitivity of E. coli was at the
highest rate to Ciproﬂoxacin (59.3%), Ceftriaxone (36.3%)
and Ceftizoxime (27%), and the highest rate of resistance
was to Gentamicin (88.7%) and Nalidixic acid (84.7%).
Conclusion: Finally on the basis of this study and as
compared with the previous study done, and also to all
articles mentioned, the resistance of E. coli to antibiotic
must be reviewed every several years and the physicians
must be award of them.
PP-002 Effects of sub-minimal inhibitory concentrations
of some essential oils on virulence factors of
Pseudomonas aeruginosa
P. Owlia1 *, L.M. Najafabadi2, S. Mosavi2, I. Rasooli2,
H. Saderi1. 1Department of Microbiology, Faculty of
Medicine, Shahed University, Tehran, Iran, 2Department
of Biology, Faculty of Basic Sciences, Shahed University,
Tehran, Iran
Objectives: Pseudomans aeruginosa, an opportunistic
pathogen that produces a number of unique virulence
factors causes severe and life-threatening infections. In this
study the effects of sub-minimal inhibitory concentrations
(sub-MICs) of some essential oils on virulence factors
of Pseudomonas aeruginosa such as alginate production,
bioﬁlm formation, swimming, twitching and adhesion were
evaluated.
Methods: MIC of Zataria multiﬂora, Myrtus communis,
Eucalyptus camaldulensis, Mentha spicata and Cumminum
cyminum essential oils on mucoid P. aeruginosa 8821M were
determined by macrodilution method. Alginate production,
bioﬁlm formation, swimming, twitching and adhesion in the
present of sub-MICs (1/2, 1/4 and 1/8 MIC) of essential oils
were determined.
Results: GC-MS analysis led to identiﬁcation of 32, 21,
22, 15 and 32 components in Myrtus communis, Eucalyptus
camaldulensis, Zataria multiﬂora, Mentha spicata and
Cumminum cyminum oils respectively. The MICs of essential
oils against P. aeruginosa for Z. multiﬂora, M. communis,
E. camaldulensis, M. spicata and C. cyminum oils were
obtained 64, 64, 64, 16 and 32mg/ml respectively. The
results show that all oils at 1/2 and 1/4 MICs were
signiﬁcantly reduced all tested virulence factors. At 1/8
MICs, Z. multiﬂora oil had signiﬁcantly reduced all virulence
factors, but another oils had different effects.
Conclusion: This study showed that sub-MIC levels of
Z. multiﬂora, M. communis, E. camaldulensis, M. spicata
and C. cyminum essential oils affected alginate production,
bioﬁlm formation, swimming, twitching and adhesion in
P. aeruginosa and it is probable to use of these medicinal
plants for treating.
PP-003 Determination of prevalence of resistance to
methicillin in Staphylococcus aureus clinical
isolates in Tehran, Iran, by PCR method
H. Saderi1 *, P. Owlia1, R. Sahebnasagh2. 1Department
of Microbiology, Faculty of Medicine, Shahed University,
Tehran, Iran, 2Islamic Azad University of Zanjan, Zanjan,
Iran
Objectives: Resistance of Staphylococcus aureus to
methicillin is very important, especially in treatment of
patients, and methicillin resistant Staphylococcus aureus
(MRSA) is widely distributed in hospital and community
acquired infections worldwide. Methicillin resistance in
S. aureus is mediated by the mecA gene. The aim of this
study was determination of prevalence of resistance to
methicillin in S. aureus isolated from patients in Tehran,
Iran.
Methods: For identiﬁcation of S. aureus isolates, two
methods were used: conventional methods by gram
reaction, catalase and coagulase tests, and PCR method
by nuc gene primer (speciﬁc for S. aureus). PCR method by
mecA gene primer and disk diffusion test by oxacillin disk
were used for detection of MRSA.
Results: Altogether, 104 S. aureus isolates identiﬁed by
conventional method. 89 isolates (85.6%) were positive for
nuc gene by PCR method. mecA gene were found in 76
isolates (73.1%), while in disk diffusion test, 82 isolates
(78.9%) were determined as MRSA.
Conclusion: Detection of high prevalence of methicillin
resistance in S. aureus isolated from patients in Tehran,
Iran, emphasizes the challenges confronted by the infection
control specialists in hospitals in Iran as well as causing
problems in the treatment of patients with S. aureus
infections.
PP-004 Antimicrobial resistance and risk factors
for urinary tract infection due to
ciproﬂoxacin-resistant Escherichia coli in
Rwanda
C. Muvunyi1,2 *, F. Masaisa1,2, C. Bayingana1, L. Mutesa1,
A. Musemakweri1, G. Muhirwa1, G. Cleays2. 1Butare
University Teaching Hospital, Rwanda, 2Ghent University
Hospital, Belgium
Objective: The aim of this study was to obtain data on
susceptibility patterns of pathogens responsible for UTIs
and analyze risk factors for infection due to ciproﬂoxacin-
resistant E. coli.
Methods: Between June and November 2009 a total of 1012
urine cultures were prospectively analyzed in the clinical
microbiology laboratories of the two major hospitals.
Pathogens from pure culture and signiﬁcant growth
were identiﬁed by biochemical tests and antimicrobial
susceptibility testing was performed using disk diffusion
method on Mueller-Hilton agar. All isolate resistant to third
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generation cephalosporin were tested for ESBL production
by the double disk synergy test.
Results: A total of 196 (19.3%) yielded signiﬁcant growth of
a single organism. Escherichia coli (E. coli) was the most
common isolate (60.7%). %). The most important ﬁnding
was the decreased susceptibility to various commonly used
antimicrobial agents such as ciproﬂoxacin, ceftriaxone,
nalidixic acid and nitrofuratoin. Fosfomycin-trometamol
and imipinem were the most effective drugs. The use of
ciproﬂoxacin in the previous 6 months [odds ratio (OR): 7.59;
95% conﬁdence interval (CI): 1.75 32.74; P< 0.001], use of
other antibiotics in the previous 6 months (OR: 1.02; 95%CI
1.02 2.34; P= 0.005) and production of ESBL (OR: 19.32;
95%CI 2.62 142.16; P< 0.001) were found to be associated
with ciproﬂoxacin resistance among the E. coli isolates.
Conclusion: We found that antibiotics commonly used
for the treatment of UTI in Rwanda are far from
effective. On the basis of our ﬁndings, we suggest that
antimicrobial agent such as fosfomycin-trometamol could
be alternative therapy for uncomplicated UTI, and should be
introduced in the national guidelines in Rwanda. In addition,
urine culture and antimicrobial susceptibility testing are
recommended in Rwanda for patients with complicated
UTI and uncomplicated UTI patients with risk factors for
resistance, such as prior ciproﬂoxacin use.
PP-005 Clarithromycin resistance assessment in
Helicobacter pylori isolates by using 23S rRNA
gene molecular markers
M. Sarshar1 *, M. Kargar2, A. Doosti3, S. Ghorbani-Dalini1,
N. Souod1, A. Hassani4. 1Department of Microbiology,
Jahrom Branch, Young Researcher’s Clube, Islamic Azad
University, Jahrom, Iran, 2Department of Microbiology,
Jahrom Branch, Islamic Azad University, Jahrom, Iran,
3Biotechnology Research Center, Shahrekord Branch,
Islamic Azad University, Shahrekord, Iran, 4Department of
Microbiology, Science and Research Branch, Islamic Azad
University, Tehran, Iran
Background: H. pylori is a relatively fastidious and
microaerophilic microorganism and therefore standard
phenotypic susceptibility tests, even in the hands of experts,
are slow and can take at least 10 14 days. Molecular based
diagnostic assays by using molecular markers for resistance
detection offer an attractive alternative approach to obtain
susceptibilities to antibiotics with greater accuracy and
speed, and the possibility of a same day result. The aim of
this study is the assessment of clarithromycin resistance by
using molecular markers.
Methods: This cross-sectional descriptive study was
performed on 200 gastric biopsy specimens which were
obtained from patients undergoing upper gastrointestinal
tract endoscopy in Hajar hospital of Shahrekord, by using
TaqMan real-time PCR. Initially, H. pylori strains were
identiﬁed by RUT and PCR. Then, by this regard that
accumulation of mutations associated with resistance to
clarithromycin were in the region between nucleotides
2142 2144 of 23S rRNA gene, the ﬁrst probe was designed
to be able the distinguish between sensitive and resistant
strains. Finally four probes were designed that each be able
to identify only one mutation associated with a particular
level of clarithromycin resistance.
Results: Out of 200 samples, 164 (82%) were H. pylori
positive. Overall, clarithromycin susceptible strains were
detected in 105 (64.02%) patients and clarithromycin
resistance were detected in 59 (35.98%) which were
identiﬁed as 4 (2.44%) A2144G, 26 (15.85%) A2143G,
15 (9.15%) A2143C and 20 (12.19%) A2142G point mutations.
Purely resistant strains were detected in 38 (23.17%), while
heteroresistant were found in the remaining 16 (9.76%)
cases. Genotype of 5 (8.47%) strains was not detected. This
data was conﬁrmed by PCR-RFLP technique.
Conclusion: Results showed that Real-time PCR assay in
combination with molecular markers has high accuracy
to simultaneously identify H. pylori and clarithromycin
resistance types directly in gastric biopsy specimens in short
time.
PP-006 Plasmid-mediated TEM beta-lactamase in
Escherichia coli clinical isolates from urinary
tract infection in Mashhad, Iran
M.N. Moghaddam1 *, M.M. Forghanifard2. 1Department
of Biology, Mashhad Branch, Islamic Azad University,
Mashhad, Iran, 2Department of Biology, Damghan Branch,
Islamic Azad University, Damghan, Iran
Background: Bacterial resitance through extended-
spectrum b-lactamases (ESBL) is an increasing problem
worldwide. In this study, plasmid mediated TEM
b-lactamases were detected in urinary E. coli isolates from
hospitalized patients in Mashhad.
Methods: The 110 urinary E. coli isolates were collected
from patients admitted to 17-Shahrivar and Ghaem Hospitals
in 2009. Bacteria were identiﬁed using biochemical tests and
conﬁrmed by Microgen Kit (UK). Antibiotic susceptibility was
determined by agar diffusion method (Kirby-Bauyer). The
b-lactamase production was phenotypically characterized
using double disk synergy test and conﬁrmation disc method.
After plasmid extraction, b-lactamase were genotypically
characterized using PCR (polymerase chain reaction)
method. PCR products were digested by pstI restriction
enzyme.
Results: ESBL production was observed in 33.3% (37/111) of
E. coli isolates. The blaTEM gene was found in 56.8% (21/37)
of isolates. Among TEM b-lactamase producers, 85.7%
were resistance to co-trimoxazole, 61.9% to nalidixic acid,
23.8% to ciproﬂoxacin and 4.76% to amikacin. All of them
were susceptible to imipenem and nitrofurantoin. Enzyme
digestion of PCR products showed that all except one isolate
had the same restriction enzyme patterns. The difference
might be related to a mutation in excision site of this
enzyme that needs to be examined in more details.
Conclusion: The results showed a higher prevalence of
blaTEM in this population than some countries like Japan,
Singapore and France. Furthermore, a high degree of
associated resistance to co-trimoxazole and nalidixic acid
was found in blaTEM producers.
PP-007 Multiplex PCR assay for rapid determination
of blaTEM, blaSHV and blaCTX-M genes in
diarrheagenic Escherichia coli isolated from
Iran, Shiraz
M. Kargar1 *, S. Ghorbani-Dalini2, A. Doosti3, P. Abbasi1,
M. Sarshar2. 1Department of Microbiology, Jahrom Branch,
Islamic Azad University, Jahrom, Iran, 2Department of
Microbiology, Jahrom Branch, Young Researcher’s Club,
Islamic Azad University, Jahrom, Iran, 3Biotechnology
Research Center, Shahrekord Branch, Islamic Azad
University, Shahrekord, Iran
Introduction: The emergence of Escherichia coli that
produce extended spectrum b-lactamases (ESBLs) and are
multidrug resistant poses antibiotic management problems.
ESBLs are cephalosporinases that confer resistance to a
wide variety of oxyimino cephalosporins and create serious
therapeutic problems. The objective of this study was
to determine the blaTEM, blaSHV and blaCTX-M Genes of
diarrheagenic E. coli.
Methods: We conducted a cross sectional-descriptive
study on 150 E. coli strains, isolated from patients who
